Abstract
In this note we announce the release of POPDIST version 1.1.1. This is a program to calculate genetic distance and identity measures, including the measure of Tomiuk and Loeschcke, which also allows calculation of genetic similarity measures for comparisons involving polyploid and parthenogenetic populations. The program is available for free from the Internet as C source code, or compiled for the Macintosh, MS Windows 95, and various brands of UNIX.
POPDIST is a program for the calculation of various population genetic distance and identity measures. It uses an input file format that is similar to the input format used by the GENEPOP software (Raymond and Rousset 1995) , and files created for GENEPOP for diploid populations are read unmodified by
POPDIST.
The program is executed either through command line options or through a simple menu system. It is the first program to implement the genetic distance and identity measures of Loeschcke (1991, 1995) Output: The measures available are: the measure of Nei (1972) , the measure of Nei (1978) , the measure of Hillis (1984) , the weighted measure of Reynolds et al. (1983) , the unweighted measure of Reynolds et al. (1983) , the measure of Goldstein et al. (1995) , the measure of Hedrick (1971) , the measure of Rogers 3 (1972), the measure of Cavalli-Sforza and Edwards (1967) , and the measure of Tomiuk and Loeschcke (1991 
(default).
Most measures come in several modifications; often they allow both the estimation of genetic identity between populations and of genetic distance between populations. Some measures have different variants of a distance measure depending on whether distances or topologies are being reconstructed.
The program returns a matrix of genetic identities or, optionally, topologyor distance-reconstructing measures (sensu Takezaki and Nei (1996) ) between the set of populations described in the data file ( Documentation is available at this abovementioned web site as either Adobe pdf-files or Adobe PostScript files.
